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. The alanine scanning of the eight amino acid residues (H76, F115, E117, L118, N181, W184, T274, and T275): The enzyme activity of eight single mutants and three mutants (L118T, L118I, and L118V) from saturation mutagenesis were determined and calculated. Each data bar represents the mean ± standard deviation (SD) from three independent measurements. Figure S4 . The stabilized mutants screened from the saturation mutation library of the site L118: (A) A 96-well plate of crude enzyme without heat treatment and (B) a replica 96-well plate of crude enzyme heated at 50 °C for 10 min. The enzyme activity of each well was determined by measuring the production of acetophenone at pH 8.0 for 3 min. The residual activity of each colony was calculated. (C) Those mutant colonies exhibiting nearly similar or even a higher residual activity than wild type (H12) are shown.
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Figure S5. The thermal unfolding of wild-type AT-ATA and its mutants were monitored by DSF.
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Table S1. The primers used for alanine scanning and saturation mutagenesis.
Primer name Primer Sequences (5ʹ-3ʹ)
H76A-F CGTTTAGATGATGCGATTACACGCCTGG 
